Figure 1A 
Her gulin-like Factor 

1 CTCTTCTTCCTCCTCCGCTACCACCACCACACCAGAMCTAGCACCAGCCCCAAATTTCA 60 

1 S S S S S A T T T T P E T S T S P K F H 20 

61 TACGACGACATATTCC^CAGAGCGATCCGAGCACTTCAAACCCTGCCGAGACAAGGACCT 120 

. 21 T T T Y S TE R S EH FK P C R P K D L 40 



121 TGCATACTGTCTCAATGATGGCGAGTGCTTTGTGATCGAAACCCTGACCGGATCCCATAA . 180 
41 AYC LNDGECFV IETLTGSH K SO 



181 ACACTGTCGGTGC AAAGAAGGCTACCAAGGAGTCCGTTGTG ATCAATTTCTGCCGAAAAC 240 

61 HC RCKEGYOGV R C DOF L PKT _ 80 

241 TGATTCCATCTTATCGGATCCAAACCACTTC 300 

81 DSI LSDPNHL GIE F M E S E E V 100 



301 TTATCAAAGGCAGGTGCTGTCAATCT^ 360 

101 Y Q R Q V. L S I S C I I F G I V I V G M 120 

361 GTTCTGTGCAGCATTCTACTTCA^^ 420 

121 F C - A A . F . Y F K S K R N I T A N S V S E 140 



421 GGAAAGATGGAAGGGTCIK^CTTCCCAGGAGCCCA^ 480 

141 E R W K G L P S Q E P N L Q Q D K * .160 

481 AACAATGGATTAATGATGTCTACTA1TCTGCAACTTAC ATCTCA 540 

541 TGGACCAGAGAAATTTAAAACTCAAATGAACTGTAAAGTTTCCAC 600 

601 CTAATAGTATTCCCATGTGCAAGGCATGCATCTTTTCTTC .660 



'661 GAGAGAGCTAATGGTArTGCAATCAGCTGCTGATTGTTTTGTC 720 



721 TGAAGGAAGAAAGAGCAAAAAAGTGTGTGCTTGTGAGAGAGGAGGGATGGTAGATAGGCA 780 
781 GAGGCAGGCTCAGAATGGAAGGACCACGTATCTTGGAATATTACTAAGTCAGGACTTGAG 840 



841 TGAAAAAAGACTAAAGGTAAGCAAATTATAAAAGGATTC : 900 



901 GATATTGCTTAAAGAAAATTCCCTTATAAGTTTATACTTCCAAGACTC . " .960 



961 CTGCAAACATCATTAAGTGTTTCTAATTTAATCC . 1020 



Figure IB 
Heregulin-like Factor 

1021 GAGACATGCACTCTTACTTTTTCAGGATGATTTACCAGACTA 1080 

1081 TTTTTTGTGTGTGTGAATGAACCCCTGATAAAATCT^ TGGCTGTAAC ATGCTCCTTAAA 1140 

1141 ATGCTGATATGATAGATTTATTTTTAACAATAGGCTATAGATTAGCTGTTAGGAAG^ 1200 

1201 TAGATTATTACAACAGGATTAAAGCAACTAAGAGTGCT 1260 

1261 ATTGGAAAGATAAAAGAAATATCTTAAAAAACAGAGCTACATCACACTGATATTC 1320 

1321 TCAAAATGGGTAATGAAGCTCAAAGCCTCCAAAGCTTGC^ 1380 

1381 TGGGAAGATGCAACTAGTGTAATCTTTOACCTTTGGGTCM 1440 

1441 CTTCTGCTCACAAGACTCAGCTTGCTTGATGG 1500 

1501 GTGCCTCCACATGCAGCCACCACAGTGTCCGTGGAAGATAG 1560 

1561 GAGAGGAGGAAATGGAGGCTCAACAAGTTTAGGAAATTA 1620 

1621 GTAGC AGAGTGGGATTCAAATCCCAGTCCCTGTGATACAATAAGCC ACGCTCTGTAGGGT 1680 

1681- GCTACTGACTGGAGAAGCTCATTGCTAAGACCGGCCATGTGCTCCACTC^ 1740 

1741 TTTGTCAGAGACGTTGGAAGACAGGCAAAATTCAAGGGC^ 1800 

1801 TCAGAATCAAAATGGAGTCATTTGTC 1860 

1861 ATGAAGGGAGCAGTCACGTAGGCAAATGCCTGATTACAAGAACTATCACAAAAGTCTGTG 1920 

1921. AAAACCGCAGCTTTGCATGAAGACTATTGCAGCCTTA 1980 

1981 . GGACATATGCCCAGCAACTTCCTGTCCACCCTTGGACTGGCTCCTC 2040 

2041 TTGCAGCCAAGGATAGTGACCTCAAA 2100 

2101 TGATAAAACATAGTTTCCTATATCGTGTGT^ 2160 

2161 ATATTTTCTTTTAGAGTCTCAAAAAAAAAAAA^AAAAA 2199 
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Heregulin-like Factor 
x 

Human Heregulin 

Percent Similarity: 55.782 Percent Identity: 32.653 
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Heregulin-like Factor 
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Figure 5 



Amino Acid Sequences of EGF Binding- Domains 



6 14 20 31 42 

OCTGF SHFNDCPDSHTQFCFHG-TCRFLVQEDKP ACVCHSGYVGARCEHADLLA 

EGF RNSDSECPLSHDGYCLHDGVCMYIEALDKY ACNC WGYIGERCOYRDLKW 

HB-EGF GKKRDPCLRKYKDFCIHG-ECKYVKELRAP-- -SC.IC HPGYGGERCHGLSLP 

Amph RKKKNPCNAEFQNFCIHG-ECKYIEHLEAV---TC.KCQQEYFGERCGEKSMKT 

Pcell KGHFSRCPKQYKHYCIKG-RCRFWAEQTP SCVCDEGYIGARCERVDLFY 

neuR TSHLIKCAEKEKTFCVNGGECFTVKDLSNPSRYLCKCOPGFTGARCTENVPMK 

Hrgal v TSHLVKCAEKEKTFCVNGGECFMVKDLSNPSRYLCKCQPGFTGARCTENVPMK 

HrgPl TSHLVK^AEKEKTF^VTSTGGECFMVXDLSNPSRYL^KC PNEFTGDRCQNYVMAS 

•\ ■ ■ . ■ . . 

/ ' HRG-2 SGHARKC_NETAKS YC_VNGGVC YYI EGINQLS - - - C.KC PVGYTGDRC QQFAMVN 

HLF ' ' SEHFKPCRDKDLAYCLNDGECFVIETLTGSHK-HCRCKEGYQGVRCDQFLPKT 



